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BI457762 


.1 


603198412F1 NIH_MGC_96 Homo sapiens cDNA clone 
IMAGE: 5277746 5 1 , mRNA sequence 
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bUJioJjyoi?i N i h_M(jL._ i z i Homo sapiens cdna clone 
IMAGE: 5247551 5 f , mRNA sequence 
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Av/ujjuy adb Homo sapiens cdna clone adbbfbuj o , 
mRNA sequence 
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AV7014 92 


. 1 


AV/U149Z ADB Homo sapiens cDNA clone ADBANH1U o , 
mRNA sequence 
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EL733651 
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9311 Full Length cDNA from the Mammalian Gene 
Collection Homo sapiens cDNA 5' similar to BC037246, 
mRNA sequence 
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297886 Pigtailed macaque ovary library Macaca 
nemestrina cDNA 3', mRNA sequence 
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BM710229 


.1 


UI-E-CIl-age-b-20-0-UI .rl UI-E-CI1 Homo sapiens cDNA 
clone UI-E-CI l-age-b-20-0-UI 5*, mRNA sequence 
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BI819400 
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603034575F1 NIH_MGC_115 Homo sapiens cDNA clone 
IMAGE: 5175571 5', mRNA sequence 
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BP197959 
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BP197959 Sugano cDNA library, adrenal gland Homo 
sapiens cDNA clone ADG07388 5', mRNA sequence- 
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BP197915 Sugano cDNA library, adrenal gland Homo 
sapiens cDNA clone ADG07288 5', mRNA sequence 
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AW951884 
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EST3 63954 MAGE resequences, MAGB Homo sapiens cDNA, 
mRNA sequence 
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BX92 6574 Sus Scrofa library (scan) Sus scrofa cDNA 
clone scan0019 . g. 12 5prim, mRNA sequence 
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BX674168 


.2 


BX674168 Sus Scrofa library (scac) Sus scrofa cDNA 
clone scac0038 . j . 09 5prim, mRNA sequence 
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602457137F1 NIH_MGC_16 Homo sapiens cDNA clone 
IMAGE: 4579665 5', mRNA sequence 
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AV703457 
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AV703457 ADB Homo sapiens cDNA clone ADBCWH10 5*, 
mRNA sequence 
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BX667933 Sus Scrofa library (scac) Sus scrofa cDNA 
clone scac002 6i. k. 19 Sprim, mRNA sequence 
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DB48967 7 RIKEN rull-lengtn enriched human cDNA 
library, hypothalamus Homo sapiens cDNA clone 
H033028L10 5', mRNA sequence 
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AV705715 ADB Homo sapiens cDNA clone ADBCYCO 6 5', 
mRNA sequence 
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BX280348 NIH_MGC_96 Homo sapiens cDNA clone 
IMAGp998H0311701 ; IMAGE : 52777 46 5', mRNA sequence 
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EE973211 
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Q44820A FNM Bos taurus cDNA clone Q4482 5', mRNA 
sequence 
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BX667169 Sus Scrofa library (scac) Sus scrofa cDNA 
clone scac0026 . k . 19 3prim, mRNA sequence 
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Q44821A FNM Bos taurus cDNA clone Q4482 3', mRNA 
sequence 
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AV725746 
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AV725746 HTC Homo sapiens cDNA clone HTCAHB10 5', 
mRNA sequence 
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963851 MARC 2B0V Bos taurus cDNA 3', mRNA sequence 
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DY137128 
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000929BEMN030576HT BEMN Bos taurus cDNA, mRNA 
sequence 
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.1 


PDUts2048H03 Porcine testis cDNA library II Sus 
scrofa cDNA clone PDUts2048H03 5' similar to 
homologue to ref I NM_17 7505 . 2 I Bos taurus 
phenylethanolamine N-methyltransf erase (PNMT) , mRNA, 
mRNA sequence 
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601107280F1 NIH_MGC_16 Homo sapiens cDNA clone 
IMAGE: 33 43 72 3 5', mRNA sequence 
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.1 


ap33a05.xl Schiller astrocytoma Homo sapiens cDNA 
clone IMAGE: 1957136 3' similar to gb : X52 730_rnal 
PHENYLETHANOLAMINE -N-METHYLTRANS FERAS E (HUMAN) ; , 
mRNA sequence 
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496606 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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22 6007 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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484991 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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213894 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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BM664183 
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UI-E-CIl-age-b-20-0-UI .si UI-E-CI1 Homo sapiens cDNA 
clone UI-E-CI l-age-b-20-0-UI 3*, mRNA sequence 
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EE754888 


.1 


208554 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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285767 MARC 3BOV Bos taurus cDNA 5', mRNA sequence 
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BY721079 


.1 


BY721079 RIKEN full-length enriched, adult male 
epididymis Mus musculus cDNA clone 9230023G19 5', 
mRNA sequence 
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213835 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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yz85f05.sl Soares_multiple_sclerosis_2NbHMSP Homo 
sapiens cDNA clone IMAGE: 289857 3' similar to 
gb : X52 73 0_rnal PHENYLETHANOLAMINE-N- 
METHYLTRANS FERAS E (HUMAN) / , mRNA sequence 
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cs28h01.y2 Human Retinal pigment epithelium/ choroid 
cDNA (Un-normalized, unamplified) : cs Homo sapiens 
cDNA clone cs28h01 5', mRNA sequence 
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EST12320 Human Uterus Homo sapiens cDNA 5' end 
similar to phenylethanolamine N-methyltransf erase 
(HT:12 78), mRNA sequence 
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000409BAGA00488 6HT BAGA Bos taurus cDNA, mRNA 
sequence 
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000407BAGA002500HT BAGA Bos taurus cDNA, mRNA 
sequence 
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000409BAGA005031HT BAGA Bos taurus cDNA, mRNA 
sequence 
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UI-R-BOl-asr-f-ll-0-UI.sl UI-R-BOl Rattus norvegicus 
cDNA clone UI-R-BOl-asr-f -11-0-UI 3 1 , mRNA sequence 
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000228BMPA999009HT BMPA Bos taurus cDNA, mRNA 
sequence 
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000315BAGA001737HT BAGA Bos taurus cDNA, mRNA 
sequence 
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000326BMPA002435HT BMPA Bos taurus cDNA, mRNA 
sequence 
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LZV602768483.R1 CSEQFXL37 pig adrenal Sus scrofa 
cDNA, mRNA sequence 
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205073 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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205072 MARC 2BOV Bos taurus cDNA 5', mRNA sequence 
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DY083839 
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000330BMPA004088HT BMPA Bos taurus cDNA, mRNA 
sequence 
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.1 


SM016929 Placenta 3» EST Homo sapiens cDNA clone 
ID_16929 3*, mRNA sequence 
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DV902079 
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POSM0605021_B1'6R porcine skeletal muscle cDNA 
library (PoSM) Sus scrofa cDNA 3', mRNA sequence 
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000330BMPA004711HT BMPA Bos taurus cDNA, mRNA 
sequence 
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UI-R-BJl-aux-g-12-0-UI .si UI-R-BJ1 Rattus norvegicus 
cDNA clone UI-R-BJl-aux-g-12-0-UI 3', mRNA sequence 
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000407BAGA003101HT BAGA Bos taurus cDNA, mRNA 
sequence 
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AGENCOURT_14 47 72 91 NIH_MGC_179 Homo sapiens cDNA 
clone IMAGE: 30392582 5', mRNA sequence 
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DB559237 


.1 


DB559237 RIKEN full-length enriched human cDNA 
library, hypothalamus Homo sapiens cDNA clone 
H033028L10 3', mRNA sequence 
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MR2-HN0035-221200-019-a08 HN0035 Homo sapiens cDNA, 
mRNA sequence 
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mai2 2d03.yl McCarrey Eddy type A spermatogonia Mus 
musculus cDNA clone IMAGE : 64 4290 1 5' similar to 
SW:PNMT_MOUSE P40935 PHENYLETHANOLAMINE N- 
METHYLTRANSFERASE ;, mRNA sequence 
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UI-R-BTl-bnf-e-09-0-UI.sl UI-R-BT1 Rattus norvegicus 
cDNA clone UI-R-BTl-bnf -e-09-0-UI 3', mRNA sequence 
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JGI_CABH11889.rev NIH_XGC_tropSkeMus 1 Xenopus 
tropicalis cDNA clone IMAGE: 7854 648 3', mRNA 
sequence 
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JGI_CABHll88 9.fwd NIH_XGC_tropSkeMus 1 Xenopus 
tropicalis cDNA clone IMAGE : 7854 64 8 5', mRNA 
sequence 
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ip02d06.bl Brain - Cerebellum Library (DOGEST8) 
Canis familiaris cDNA clone ip02d0 6, mRNA sequence 
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000313BMPA001406HT BMPA Bos taurus cDNA, mRNA 
sequence 
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1313390 NCCCWA 02RT Oncorhynchus mykiss cDNA clone 
02RT123G17 3', mRNA sequence 
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ES317490.1 AmisEST001436 Adult American Alligator Testis 47.3 47.3 5% 0.12 82% 



Library (Univ Florida Zoology) Alligator 
mississippiensis cDNA clone AMT5-4_G3_A07_1 similar 
to best hit in human is NNMT Nicotinamide N- 
methyltransf erase; best hit in chicken is LOC776803 
similar to Phenylethanol amine N-methyltransf erase, 
mRNA sequence 

ES317140.1 AmisEST000973 Adult American Alligator Testis 47.3 47 .3 5% 0 . 12 82T 

Library (Univ Florida Zoology) Alligator 
mississippiensis cDNA clone AMT5-4_G3_A07_1 similar 
to best hit in human is NNMT Nicotinamide N- 
methyltransf erase; best hit in chicken is LOC776803 
similar to Phenylethanolamine N-methyltransf erase, 
mRNA sequence 
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EST_ssal_evd_2 1530 ssalevd thymus Salmo salar cDNA 
Salmo salar cDNA clone ssal_evd_52 7_311_fwd 5', mRNA 
sequence 
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CJ705520 Y.Ogihara unpublished cDNA library Wh_V4816 
Triticum aestivum cDNA clone whvl6n2e22 5', mRNA 
sequence 
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CJ600022 Y.Ogihara unpublished cDNA library Wh_V4816 
Triticum aestivum cDNA clone rwhvl6n2e22 3 f , mRNA 
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DA184445 BRAMY3 Homo sapiens cDNA clone BRAMY3002969 
5' t mRNA sequence 
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PM0-GN0498-210301-003-b09 GN0498 Homo sapiens cDNA, 
mRNA sequence 


41 


.7 


41. 


.7 


2% 


5. 


.5 


93% 


CD 


BM874128. 


.1 


laaOlclO.xl 8 5 week embryo anterior tongue 8 5 EAT 
Homo sapiens cDNA 3' similar to TR: Q9Y6Y3 Q9Y6Y3 

xuinjo d r t\\J 1 Ej ± vi . , f iilr\lM/v bcquciitc 
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BF829680 
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BU551882 


23 


DY082603 


162 


Query 


117 


AV703309 


113 


AV701492 


41 


EL733651 


111 



GGCAGCATGAGCGGCG-CAGACC-GTAGCCCC/IATGCGGGCGCAG-CCCCTGACTCGGCC 57 

^ AG-CCCCTGACTCGGCC 53 

ATGAGCGGC G- C AGAC C - GT AGC C C C AAT GC GGGC GCAG- C C C C T GAC T C GGC C 51 

GGCAGCATGAGCGGCG-CAGACC-GTAGCCCCAATGCGGGC GCAG- CCCCT GACT CGGCC 274 

GGCAGCATGAGCGGCG-CAGACC-GTAGCCCCAATGCGGGCGCAG-CCCCTGACTCGGCC 71 

GGCAGCATGAGCGGCG- CAGACC- GTAGCCCCAATGCGGGCGCAG- CCCCTGACTCGGCC 71 

GCAGCATGAGTGG-GACAGGCCAG-AGCCACGCTGCGGACGCGG-CCCCCGACTCGGAC 66 

TGC-GGAGCTG-CCCCCGACTCGGAC 36 

GC AGCAT GAGT GG- GAC AGGC C AG- AGC CAC GCT GC GGAC GC GG- C C C C C GAC T C GGAC 160 

GGCAGCATGAGCGGCG- CAGACC -GTAGCCCCAATGCGGGCGCAG- CCCCTGACTCGGCC 64 

GC GGGC GC GGT GC C C - GACT C AGAC 36 

GCGGGCGCAGTGCCC - GACT C AGAC 5 2 

TGCGGACGCGG- CCCCCGACTCGGAC 57 

GCGGGCGCGGTGCCC - GACTCAGAC 32 

GC GGGC GC GGT GC C C - GACT C AGAC 4 9 

GCGGGC GC GGT GC C C - GAC T C AGAC 4 7 

GC GGGCGC GGT GC C C - GAC T CAGAC 48 

GCGGGCGCAGTGCCC -GACTCAGAC 32 

GC GGGC GC GGT GC C C - GACT CAGAC 30 

CCCTGACTCCGAC 91 

GCGGGCGCGGTGCCC -GACT CAGAC 2 8 

GGC AGCAT GAGC GGC G- CAGAC C - GT AGC C C CAAT GC GGGC GCAG - C C C CT GAC T C GGC C 369 

GC GGGC GC AGT GC C C - GACT CAGAC 42 

GCGGGCGCAGTGCCC -GACTCAGAC 42 

GCGGGCGCAGTGCCC - GACTCAGAC 4 3 

GCAGCATGAGCGG- GAC AGAC C - GGAGTCAGGC GGC GGGCGC AGT GCCC - GACTCAGAC 156 

GCGGGCGCGGTGCCC -GACTCAGAC 33 

GGC AGC AT GAGC GGC G- CAT AC C - GT AGC C C CAAT GC GGGC GC AC - C C C CT GACT C C GC C 411 

GCAGCATGAGCGG- GAC AGAC C- GGAGT CAGGCGGCGGGCGCAGTGCCC - GACT CAGAC 161 



CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 

CTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
GGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCAGGCCAGGCAGCGGTCGCCTT-GGCCTACCAGCACTTCGAGCCCCGCGCCTACCTTCG 
CCAGGCCAGGCAGCGGTCGCCTT-GGCCTACCAGCACTTCGAGCCCCGCGCCTACCTTCG 
CCAGGCCAGGCAGCGGTCGCCTT-GGCCTACCAGCGCTTCGAGCCCCGCGCCTACCTTCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCAGGCCAGGCAGCGGTCGCCTT-GGCCTACCAGCACTTCGAGCCCCGCGCCTACCTTCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
GCTGGCCAGGTAGCTGTCGCCTT-GGCTTACCAGCGCTTCGAGCCCCGCGCCTATCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCAGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
AGGCGGCGGT-GGCTTCGGCCTACCAGCGCTTCGAGCCGCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 

G 

CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGTCTACCAGCGCTTTGAGCCCCGCGCCTACCTCCG 
CCGGGCCAGGAGGCGGC-GGCTTCTGCCTACCAGCGCTTTGAGCCGCGCGCCTCCCTCCG 

^ CCG 
GGCCAGGTAGCTGTCGCCTT-GGCTTACCAGCGCTTCGAGCCCCGCGCCTATCTCCG 
CCGGGCCTGGCGGCGGT-CTCCTCGGCCTACCAGCGCT 
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i nr* 1 j J 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GA^feGCGTCGGGCCG 171 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAAUGGCGTCGGGCCG 167 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 95 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 165 
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CAACAACTACG-CGCCCCCTCGCGGGG~ACCTGTGC-AA-CCC-GA7^feGCGTCGGGCCG 114 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 388 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 185 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 185 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 106 

CAACAACTACG-CGCCCCCTCGGGGGG-ACCTGAGC-AG-CCCAGAT-GGTGTGGGGCCT 180 

CAACAACTACG- CGCCCCCTCGGGGGG- ACCTGAGC - AG- CCCAGAT - GGTGTGGGGCCT 150 

CAACAACTACG-CGCCCCCTCGGGGGG-ACCTGAGC-AG-CCCAGAT-GGCGTGGGGCCT 27 4 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 17 8 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 150 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGCGTCGGGCCT 166 

C7\AC AACTACG-CGCCCCCTCGGGGGG- AC CTGAGC- AG- CCCAGAT- GGTGTGGGGCCT 171 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 14 6 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 163 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 161 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 162 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGCGTCGGGCCT 146 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 144 

CAACAACTACG-CGCCTCCTCGTGGAG-ACCTGAGC-AA-CCCTGAT-GGCGTCGGGCCT 205 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 142 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 483 

CAACAACTACG-CGCCCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 107 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGCTGC-CCC-G-ACGGCGTCGGGCCT 156 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCCT 57 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGCGTCGGGCCT 156 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGCGTCGGGCCT 157 

GGGCCT 6 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGCGTCGGGCCT 270 

CAACAACTACG-CGCCCCCGAGGGGGG-ACCTGAGC-TG-CCCCGA-CGGTGTCGGGCC- 146 

C AGC AAC T A- GT C GT C C C GT C GGGGGGGAC C T GT GC - AAAC C C - GAAC GGC GT C C GGC C 52 6 

CTACTACTACG-CG-CCCCTCGCGGGG-ACCTGTGC-AA-CCC-GAACGGCGTCGGGCCG 60 

CAACAACTACG-CGCCTCCTCGTGGAG-ACCTGAGC-AA-CCCTGAT-GGCGTCGGGCCT 133 

T GGA- AGCT GC GCT GCT T GGC GC A- GAC CT T C - GC CAC C GGT GAAGT GT C C GGAC GC AC C 228 

GGT GAAGT GT C C AGAC GC AC C 57 

TGGA-AGCTGCGCTGCTTGGCGCA-GACCTTC-GCCACCGGTGAAGTGTCCGGACGCACC 224 

TGGA-AGCTGCGCTGCTTGGCGCA-GACCTTC-GCCACCGGTGAAGTGTCCGGACGCACC 152 

T GGA- AGCTGC GCT GCTTGGCGCA-GACCTTC-GCCACCGGT GAAGT GTCCGGACGCACC 222 

AGCTGC GCT GC-TGGCACA-GACTTTC-GCCACCGGT GAAGT GTCCGGACGCACC 695 

TGGA-AGCTGCGCTGCTTGGCGCA-GACCTTC-GCCACCGGTGAAGTGTCCGGACGCACC 171 

T GGA- AGCT GC GCT GCTT GGC GCA- GAC C T T C - GC CAC C GGT GAAGT GT C C GGAC GCACC 445 

TGGA-AGCTGCGCT GCTTGGCGCA-GACCTTC-GCCACCGGT GAAGT GTCCGGACGCACC 242 

TGGA-AGCTGCGCTGCTTGGCGCA-GACCTTC-GCCACCGGTGAAGTGTCCGGACGCACC 242 

T GGA- AGC T GC GC T GCT T GGC GCA- GAC CT T C - GC CAC C GGT GAAGT GT C CGGACGC AC C 163 

TGGA-AGCTGCGCTGCTTGGCCCA-GACCTTC-GCGACCGGTGAGGTGTCTGGACGCGCC 237 

TGGA-AGCTGCGCTGCTTGGCCCA-GACCTTC-GCGACCGGTGAGGTGTCTGGACGCGCC 207 

GGT GAAGT GT C C GGAC GC AC C 110 

TGGA-AGCTGCGCTGCTTGGCCCA-GACCTTC-GCGACCGGTGAGGTGTCTGGACGCGCC 331 

GGT GAAGT GT C C AGAC GC AC C 52 

T GGA- AGCT GC GCT GCT T GGC GCA- GAC CT T C - GC CAC C GGT GAAGT GT C C GGAC GCACC 235 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 207 

GCACC 718 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 223 

T GGA- AGCT GC GCT GCT T GGC C CA- GAC C T T C - GC GAC C GGT GAGGT GT CT GGAC GC GC C 228 

GGT GAAGT GT C C GGAC GC AC C 9 0 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 203 

T GGA- AGCTGC GCT GCTTGGCTCA-GACCTTC-GCCACCGGT GAGGT GTCTGGCCGCACC 220 

TGGA-AGCTGCGCTGCTTGGCTCA-AACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 218 

TGGA-AGCTGCGCTGCTTGGCTCA-TACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 219 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 203 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 201 

TGGA-AGCTGCGCTGCATGGCACAAGTCTTT — GCT AC C GGT GAGGT GT C GGGAC GGGT T 262 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 199 

TGGA-AGCTGCGCT GCTT GGCGCA-GACCTTC-GCCACCGGTGAAGTGTCCGGACGCACC 540 

TGGATAA-TNCGCT GCTT GGC GCA- GACCTTC-GCCACCGGTGAAGTNTCCGGACG-ACN 163 

TGGA-AGCTGC-CTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 212 

T GGA- AGCTGC GCT GCTTGGCTCA-GACCTTC-GCCACCGGT GAGGT GTCTGGCCGN-CC 113 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 213 

GCTGCTTGGCTCA-GACCTTCTGNCACCGGTGAGGTGTCTGGCCGCACC 48 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCGCACC 214 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACC GGT GAGGT GTCTGGCCGCACC 63 

T GGA- AGCT GCGCTGCTTGGCTCA-GACCTTC-GC CAC C GGT GAGGT GTCTGGCCGCACC 327 

TGGA-AGCTGCGCTGCTTGGCTCA-GACCTTC-GCCACCGGTGAGGTGTCTGGCCCCACC 203 

TGGA-AGCTGCGCTGCTTGGCGCA-GACCTTC-GCCACCGGTGA 101 

TGGA-AGCTGCGCTGCATGGC 153 

CTCATCGACATT-GGTTCA-GGCCCCACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 2 83 ' 

CTCATCGACATT-GGTTCA- GGCCCGACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 112 

CTCATCGACATT-GGTTCA-GGCCCCACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 55 

CTCATCGACATT-GGTTCA-GGCCCCACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 27 9 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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CTCATCGACATT-GGTTCA-GGCCCCACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA-GGCCCCACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA-GGCCCCA-CGTGTACCA-GCTGCTCAGC-G-CTGCAG-CC 
CTCATCGACATT-GGTTCA-GGCCCCACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA- GGCCCCACCGTGTACCA- GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA-GGCCCCACCGTGTACCA-GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA- GGCCCCACCGTGTACCA- GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA- GGCCCCACCGTGTACCA- GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA-GGCCCCACCATATACCA-GCTGCTCAGC-GCCTGC-G-CC 
CTCATCGACATT-GGTTCA-GGCCCCACCATATACCA-GCTGCTCAGC-GCCTGC-G-CC 
TTCATCGACATTGGGTTCA-GGCCCCACCGTGTACCAGGCTGCTCAGT-GCCTGCAG-CC 
CT CAT C GAC AT T - GGT T C A- GGC C C C AC CAT AT AC C A- GCT GCT C AGC - GC CT GC - G- C C 
CT CAT CGACATT-GGTTCA-GGCCCGACCGTGTACC A- GCTGCTCAGT-GCCTGCAG-CC 
CTCATCGACATT-GGTTCA- GGCCCCACCGTGTACCA- GCTGCTCAGT-GCCTGCAG-CC 
CTCATTGACATC-GGTTCA-GGACCCACTATATACCA-GCTGCTCAGC-GCCTGT-G-CC 

TGC-G-CC 

TTCATTGACATG-GGTTCA-GGACCCACTATATACCA-GCTGCTCAGC-GCCTG-TGCCC 
CTCATTGACATC - GGTTCA- GGACCCACTATATACCA- GCTGCTCAGC- GCCTGT- G- CC 
CTCATCGACATT-GGTTCA-GGCCCCACCATATACCA-GCTGCTCAGC-GCCTGC-G-CC 
T T CAT C GAC AT T - GGTT C A- GGC C C C AC C GT GT AC C A- GCT GCT C AGT - GC CT GC AG- C C 
CTCATTGACATC - GGTTCA- GGACCCACTATATACCA- GCTGCTCAGC - GCCTGT - G- CC 
CT CATT GACAT C- GGTTCA- GGACCCACTATATACCA- GCT GCT C AGC -GCCTGT-G-CC 
CTCATTGACATC-GGTTCA-GGACCCACTATATACCA-GCTGCTCAGC-GCCTGT-G-CC 
CTCATTGACATC-GGTTCA-GGACCCACTATATACCA-GCTGCTCAGC-GCCTGT-G-CC 
CT CATT GACAT C - GGT T C A- GGAC C C ACT AT AT AC C A- GCT GCT C AGC - GC CT GT - G- C C 
CT CATT GACAT C - GGT T C A- GGAC C C ACT AT AT AC C A- GCT GCT CAGC - GC C T GT - G- C C 
CTCATTGATATT- GGCTCC- GGCCCCACCATATATCA- GCTGCTCAGT- GCCTGT- G- CC 
CT CAT T GACAT C - GGT T CA- GGAC C C ACT AT AT AC C A- GCT GCT CAGC - GC CT GT - G- C C 
CTCAT AGAT ATT- GGTTCA- GGCCCCACCGTGTACC 

TTCATCGACATT-GGTTCA- GGCCCCACCGTGTACCA- GCTGCTCAGTTGCCTGCAG-CC 
CT CATT GACAT C - GGT TCA- GGAC C C AC TAT AT AC C A- GCT GCTC AGC - GC CT GT - G- C C 
CT CATT GACAT C - GGTT CA- GGAC C C ACT AT AT AC C A- GCT GCT CAGC - GC CT GT - G- C C 
CTCATTGACATC-GGTTCA-GGACCCACTATATACCA- GCTGCTCAGC- GCCTGT-G-CC 
CT CATT GACATN- GGTT CA-C GAC CCACTATATACCA- GCT GCT CAGC -GCCTG-TGCCC 
CTCATTGACATC -GGTTCA- GGACCCACTATATACCA- GCT GCT CAGC -GCCTGT-G-CC 
CTCATTGACATC -GGTTCA- GGAC CCACTATATACCA- GCT GCT CAGC -GCCTGT-G-CC 

TACCA-GCTGCTCAGC-GCCTG-TGCCC 

CT CAT T GACAT 

CT CATT GACAT C - GGTT CAAGGAC C C AC 

2 av TACC — GCTGCTCAGT- GCCTG-TGCCC 

- ACT T T GAGGAC - AT C -{/^C CAT GAC - AGATT T C CT - GG- AGGT CAA- C C GC C AGGAGCT G 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT-GG-AGGTCAA-CCGCCAGGAGCTG 

- ACTT T GAGGAC - AT C - AC C ATGAC - AGATTT C CT - GG- AGGT CAA- C C GC C AGGAGCT G 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
-ACTTTGAAGAC-ATT-ACCATGAC-AGATTTCCT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 



- GG- AGGT CAA- C C GC C AGGAGCT G 

- GG- AGGT CAA- C CGCC AGGAGCT G 

- GG- AGGT CAA- CCGCCAGGAGCTG 

- GG- AGGT CAA- CCGCCAGGAGCTG 

- GG- AGGT CAA- CCGCCAGGAGCTG 

- GG- AGGT CAA- CCGCCAGGAGCTG 



- ACT TT GAGGAC - AT C - AC CAT GAC - AGAT TT C CT - GG- AGGT CAA- C C GCCAGGAGCT G 



-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
CACTTTGAAGAC-ATC-ACCATGAC-TGATTTCTT- 
CACTTTGAAGAC-ATC-ACCATGAC-TGATTTCTT- 
-ACTTTGAGGACTATCAACCATGACTAGATTTCCT- 
CACTTTGAAGAC-ATC-ACCATGAC-TGATTTCTT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
- ACTTT GAGGAC - AT C - AC CAT GAC - AGAT T T C CT - GG- AGGT CAA- C C GC C AGGAGCT G 
CACTTT GAGGAC - AT C - AC CAT GAC - AGAT TT C C T - GG- AGGT GAA- C C GC C AGGAGCT G 
-AC-TTGAAGA— ATC-ACCATGAC-TGATTTCTT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
CACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
CACTTTGAAGAC-ATC-ACCATGAC-TGATTTCTT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
C ACTTT GAGGAC - AT C - AC CAT GAC - AGAT T T C CT - GG- AGGT GAA- C C GC C AGGAGCT G 
CAC TTT GAGGAC - AT C - AC CAT GAC - AGAT T T C CT - GG- AGGT GAA- C C GC C AGGAGCT G 
CACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
CACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 



- GG- AGGT CAA- C C GC C AGGAGCT G 

- GG- AGGTCAA- CCGCCAGGAGCTG 

- GG- AGGT GAA- C CGCC AGGAGCT G 

- GG- AGGT GAA- C C GC C AGGAGCT G 

- GGAAGGT CAA- C C GGC AGGAGCT G 

- GG- AGGTTAA- CCGCCAGGAGCTG 

- GG- AGGT CAA- C C GC C AGGAGCT G 



-GG- AGGTTAA- CCGCCAGGAGCTG 

- GG- AGGT GAA- CCGCCAGGAGCTG 

- GG- AGGT GAA- CC GC C AGGAGCT G 

- GG- AGGT GAA- CC GCCAGGAGCT G 

- GG- AGGTCAA- CCGCCAGGAGCTG 



- GG- AGGT GAA- C C GC C AGGAGCT G 

- GG- AGGT GAA- C C GCCAGGAGCT G 



CACTTT GAGGAC - AT C - AC CAT GAC - AGAT TT C CT - GG- AGGT GAA- C C GC C AGGAGCT G 



-GG-AGGT GAA- CCGCCAGGAGCTG 
-GG-AAGTCAA-CCGTCAGGAGCTG 
- GG-AGGT GAA- CCGCCAGGAGCTG 



CACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
CACTTTGAGGAC-ATC-ACCATGAC-AGACTTCTT- 
CACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT- 
-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTTCTTGG-AGGTCAAACCGCCAGGAGCTT 
C ACTT T GAGGAC - AT C - AC CAT GAC - AGAT T T C CT - GG- AGGT GAA- C C GC C AGGAGCT G 
C ACTT T GAGGAC - AT C - AC - AT GAC - AGAT T T C CT - GG- AGGT GAA- C C GC C AGGAGCT G 
CAC TTT GAGGAC - AT C - AC CAT GAC - AGAT TTCCT-GG- AGGT GAA- C C GC C AGGAGC T G 
-ACTT T GAGGAC - AT C - AC CAT GAC - AGAT T T C CT - GG-AGGT GAA- C C GC C AGGAGC T G 
CAC TTT GAGGAC - AT C - AC CAT GAC - AGAT TT C C T - GG - AGGT GAA- C C GC C AGGAGCT G 
CACTT T GAGGAC - AT C - AC CAT GAC - AGAT TT C CT - GG- AGGT GAA- C C GC C AGGAGC T G 
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-ACTTTGAGGAC-ATC-ACCATGAC-AGATTTCCT-GG-AGGTGAA-CCGCCNGGAGCTG 8 6 

C-ACCATGAC-TGA-TTGTT-GG-GGGTGAA-CCGCCAGGAGCTG 41 

- ACT T T GAGGAC - AT C - AC CAT GAC - AGACT T C T T - GG- AAGT CAA- C C GT CAGGAGCT G 242 

AA-CCGCCAGGAGCTG 369 

yf? AA-CCGCCAGGAGCTG 369 

GGG(q)-GCTGGCTGC-A-G-GAGGAGCCGGGGG-CCTTCAACTGGAG — CAT GT AC A- GC C 38 8 

GGGC-GCTGGCTGC-A-G-GAGGAGCCGGGGG-CCTTCAACTGGAG — CAT GT AC A- GC C 217 

GGGC-GCTGGCTGC -A- G-GAGGAGCCGGGGG- CCTTCAACTGGAG- -CAT GTACA- GCC 160 

GGGC-GCTGGCTGC-A-G-GAGGAGCCGGGGG-CCTTCAACTGGAG — CAT GT AC A- GCC 384 

GGGC-GCTGGCTGC -A- G-GAGGAGCCGGGGG -CCTTCAACTGGAG — CAT GT AC A- GC C 312 

GGGC-GCTGGCTGC -A- G-GAGGAGCCGGGGG- CCTTCAACTGGAG — CAT GT AC A- GC C 382 

GGGC-GCTGGCTG — AGG- GAGGAGCCAGGAG- CCTTCAACTGGAG — CAT GT AC A- GCC 537 

GGGC-GCTGGCTGC-A-G-GAGGAGCCGGGGG-CCTTCAACTGGAG — CAT GT AC A- GC C 331 

GGGC - GC T GGCT GC - A- G-GAGGAGCCGGGGGGCCTTCAACT GGAG --CAT GTACA- GCC 606 

GGGC- GCTGGCTGC-A- G-GAGGAGCCGGGGG- CCTTCAACTGGAG — CAT GT AC A- GC C 402 

GGGC -GCTGGCTGC-A- G-GAGGAGCCGGGGG- CCTTCAACTGGAG — CAT GT AC A- GC C 402 

GGGC-GCTGGCTGC -A- G-GAGGAGCCGGGGG- CCTTCAACTGGAG — CATGTACA-GCC 323 

GGAC-TCTGGCTGCGA-G-AAG-AGCCCGGGG-CCTTCGATTGGAG — TGTCTACA-GCC 397 

GGAC-TCTGGCTGCGA-G-AAG-AGCCCGGGG-CCTTCGATTGGAG — TGTCTACA-GCC 367 

GGGC-GCTGGCTGC -A- G-GAGGAGCCGGGGG- CCTTCAACTGGAG — CATGTACA-GCC 276 

GGAC-TCTGGCTGCGA-G-AAG-AGCCCGGGG-CCTTCGATTGGAG — TGTCTACA-GCC 491 

GGGC - GCT GGCT GC - A- G- GAGGAGC C GGGGG- CCTT CAACT GGAG — CAT GTACA- GC C 212 

GGGC-GCTGGCTGC -A- G-GAGGAGCCGGGGG -CCTTCAACTGGAG — CATGTACA-GCC 395 

AGGC-TCTGGCTGCGA-G-AAG-AGCCTGGGG-CTTTCGACTGGAG — C GT GTACA- GC C 367 

GGAC-TCTGGCTGCGA-G-AAG-AGCCCGGGG-CCTTCGATTGGAG — TGTCTACA-GCC 112 

GGCTGC GAGAAGAGC CT GGGG - CT T T C GACT GGAG — C GT GTACA- GC C 597 

AGGT-TTTGGCTGC GAAAAGAGCCTGGGG- CTTTTGATTGGAG — GGT GTACA- GC C 558 

AGGC - TCTGGCT GC GA- G- AAG-AGCCT GGGG- CTTTCGACT GGAG — C GT AT AC A- GC C 383 

GGAC-TCTGGCTGCGA-G-AAG-AGCCCGGGG-CCTTCGATTGGAG — TGTCTACA-GCC 38 8 

GGGC- GCTGGCTGC-A- G-GAGGAGCCGGGGG- CCTTCAACTGGAG — CATGTACA-GCC 250 

AGGC -TCTGGCTGCGA-G- AAG-AGCCT GGGG- CTTTCGACT GGAG — C GT GTACA- GC C 363 

AGGC-TCTGGCTGCGA-G-AAG-AGCCTGGGG-CTTTCGACTGGAG — C GT GTACA- GC C 38 0 

AGGC-TCTGGCTGCGA-G-AAG-AGCCTGGGG-CTTTCGACTGGAG — C GT GTACA- GC C 37 8 

AGGC- TCTGGCT GC GA- G- AAG-AGCCT GGGG- CTTTCGACTGGAG — C GT GTACA- GC C 37 9 

AGGC- TCTGGCTGC GA- G- AAG-AGCCT GGGG- CTTTCGACTGGAG — C GT AT ACA- GC C 363 

AGGC - TCTGGCT GCGA- G- AAG-AGCCT GGGG- CTTTCGACTGGAG — C GT GTACA- GC C 361 

GGAC- TCTGGCTGCGA-G — AGGAGCCAGGAG-CCTTTGACTGGAG — T GT GT AT A- GT C 422 

AGGC-TCTGGCTGCGA-G-AAG-AGCCTGGGG- CTTTCGACTGGAG — C GT GTACA- GC C 359 

GGG 277 

AGGC- TCTGGCTGC GA-G-AAG-AGCCTGGGG- CTTTCGACTGGAG — C GT AT AC AAGC C 373 

AGGC- TCTGGCTGC GA-G-AAG-AGCCTGGGG- CTTTCGACTGGAG — C GT GTACA- GC C 272 

AGGC -TCTGGCTGCGA-G-AAG-AGCCTGGGG- CTTTCGACTGGAG — C GT AT AC A- GCC 373 

AGGC- TCTGGCTGCGA-G-AAG-AGCCTGGGG- CTTTCGACT GGAG — C GT AT AC A- GC C 208 

AGGC-TCTGGCTGCGA-G-AAG-AGCCTGGGG-CTTTCGACTG 360 

AGGC-TCTGGCTGCGA-G-AAG-AGCCT GGGG- CTTTCGACT GGAG — C GT AT AC A- GC C 223 

AGGC - T CT GGCT GC GA- G- AAG- AGC CT GGGG - CT T T C GAC T GGAG — C GT AT AC A- GC C 138 

GGAC - TCTGGCT GCGA- G- AAG-AGCCC GGGG - CCTT C GAT T GGAG — TGTCTACA-GCC 93 

GGAC- TCTGGCTGC 255 

T GGCT GC - A- A- GAC GAGCCT GGAG - CAT T C GACT GGAGT C CA — TATA-TCA 113 

GAGAAG- T GGCT GA- A- G- AAGGAGCC GGGAG - C GT T T GACT GGA 4 09 

GAGAAG- T GGCT GA- A- G- AAGGAGC C GGGAG - C GT T T GACT GGA 409 
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AACAT GCC - T GC - 
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GGGGA- 
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-AG 
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CT CAT C GAGGGCAA- 
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433 


CTCATCGAGGGCAA- 


-G- 


GGTGA- 


-ATC- 


•CTGCCA- 


-GGAG7\AG- 


-G-AG 


438 


CTCATTGAGGGCAA- 


-G- 


•GGGGA- 


-ATG- 


CTGGCA- 


-GGATAAG- 


-G-AG 


300 


CTCATCGAGGGCAA- 


-G- 


GGGGA- 


-ATC- 


CTGGCA- 


-GGAGAAG- 


-G- 


-AG 


413 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



6/8/0 



BF076440 381 

BI976230 379 

BE808641 380 

BE754888 364 
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BP197915 453 

AW951884 374 

"BX926574 448 

— BX674168 418 
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AV703457 4 
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AGC AT GTC - T GC - CT C AT CGAGGGC AA- G- GGGGA- AT C -CTGGCA- GGAGAAG — G-AG 4 30 

AGCATGT C -TGC - CT CAT CGAGGGCAA- G- GGGGA- AT C - CT GGCA- GGAGAAG — G-AG 428 

AGC AT GT C - T GC - CT CAT C GAGGGCAA- G- GGGGA- AT C - CT GGCA- GGAGAAG — G-AG 429 

AGC AT GT C - T GC - CT CAT C GAGGGCAA- G- GGGGA- AT C - C T GGCA- GGAGAAG — G-AG 413 

AGCAT GT C - TGC - CT CAT CGAGGGCAA- G- GGGGA- AT C - CT GGCA- GGAGAAG — G-AG 411 

AGCAT GCC - TGC - CT CATT GAGGACAA- G- GGT GA- GTC - CT GGCA- GGAGAAA — G-AA 472 

AGCAT GT C - T GC - CT CAT C GAGGGCAA- G- GGGGA- AT C - CT GGCA- GGAGAAG — G-AG 409 

AGCAT GT C - T GC- C T C AT CGAGGGCAAAG- GGGGA 405 

AGCAT GT C - T GC - CT CAT C GAGGGCAA- G- GGGGA- AT C - C T GGCA- GGAGAAG — G-AG 322 

AGCAT GTC-TGC-CT 38 6 

AGCATGT C - T GC - CT CAT CGAGGGCAA- G- GGGGA- AT C - CT GGCA- GGAGAAG — G-AG 258 

AGCAT GT C - T GC - CT CAT CGAGGGCAA- G- GGGGA- AT C - CT GGCA- GGAGAAG — G-AG 273 

AGCAT GT C - T GC - CT CAT CGAGGGCAA- G- GGGGA- AT C- CT GGCA- GGAGAAG — G-AG 188 

AGCACGT C - T GG- CT CAT CGAGGGCAA- G- GGT GA- AT C- CTGGCA- GGAGAAG — G-AG 143 

AACAT GT C- AGCAAGC - TTGAGGG- AA- GAGGGGACA- G- CTGGCA- GGAGAAGCAGAAG 166 

GGCAGGGATAAG- - G-AG 297 

C GC C AGC T GC - GAGC C AGGGT GAA-^C G - GG- TCCT-GCC CAT - C GAC GT GCAC CAGCC C 492 

C GC CAGCT GC - GAGC CAGGGT GAA- AC G - GG- T C C T - GC C CAT - C GAC GT GC AC CAGCC C 321 

C GC C AGCT GC - GAGC C AGGGT GAA- AC G - GG- T CCT - GC C CAT - C GAC GT GCAC C AGCC C 264 

C GC CAGCT GC - GAGC CAGGGT GAA- AC G - GG- T C C T - GCC CAT - C GAC GT GCAC C AGC C C 488 

C GCCAGCT GC - GAGC CAGGGT GAA- AC G - GG-T CCT -GCC CAT -C GAC GT GCAC C AGC CC 416 

C GC C AGCT GC - GAGC CAGGGT GAA- AC G - GG- T C CT - GC C CAT - C GAC GT GCAC C AGC C C 486 

C GC CAGCT GC - GAGC CAGGGT GAA- GC G- GG- T C CT - GC C CAT - C GAC GT GCAC C AGCC C 433 

C GC CAGCT GC - GAGC CAGGGT GAA- AC G - GG-T C CT - GC C CAT - C GAC GT GCAC CAGCC C 435 

CGC CAGCT GC- GAGC CAGGGT GAA- AC G-GGGTCCTTGGC CAT -CGACGT GCAC CAGCCG 713 

CGC CAGCT GC- GAGC CAGGGT GAA- ACG- GG-T CCT -GCC CAT -CGACGTGCACCAGCCC 506 

C GC CAGCT GC - GAGC CAGGGT GNN - AC G - GGGT C C T - GC C CAT - C GAC GT GCAC CAGCC C 507 

C GC CAGC T GC - GAGC CAGGGT GAA- AC G - GG- T C C T - GC C CAT - C GAC GT GCAC C AGC C C 427 

C GC CAGC T GC - GAGC CAGGGT GAA- GC G - GA- T C C T - GC C CAT - C GAC GT GCAC C AGC C C 501 

C GC CAGCT GC - GAGC CAGGGT GAA- GC G - GA- T C C T - GC C CAT - C GAC GT GCAC CAGC C C 471 

CGCCAGCTGC-GAGCCAGGGTGAA-ACG-GG-TCCT-GCCCAT-CGACGTGCACCAGCCC 380 

CG-GG-TCCT-GCCCAT-CGACGTGCACCAGCCC 33 

C GC CAGCT GC - GAGC CAGGGT GAA- GC G - GA- T C CT - GC C CAT - C GAC GT GCAC CAGC C C 595 

C GC CAGCT GC - GAGC CAGGGT GAA- AC G - GG- T C CT - GC C CAT - C GAC GT GCAC C AGCC C 316 

CGC CAGCT GC-GAGCCCGGGGGAA- ACG- GG-TTCT-GCCCAT-TGCCG- GCAC CAACCC 611 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C CAT - C GAT GT GCAC C GGCC C 471 

C GC CAGCT GC - GAGC CAGGGT GAA- GC G - GA- TCCT-GCC CAT - C GAC GT GCAC C AGCC C 216 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C CAT - C GAT GT GCAC C GGC C C 493 

T GC C AGT T GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C CAT - C GAT GT GCAC C GGC C C 454 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C CAT - C GAT GT GCAC C GGCC C 487 

C GC CAGC T GC - GAGC CAGGGT GAA- GC G- GA- T C CT - GC C CAT - C GAC GT GCAC C AGCC C 492 

C GC CAGCT GC - GAGC CAGGGT GAA- AC G - GG- T C CT - GC C CAT - C GAC GT GCAC C AGCC C 354 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C C T - GC C CAT - C GAT GT GCAC C GGC C C 4 67 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T CCT - GC C CAT - C GAT GT GCAC C GGC C C 4 84 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C CAT - C GAT GT GCAC C GGCC C 482 

T GC CAGC T GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC CCAT - C GAT GT GCAC C GGC C C 4 83 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- TCCT-GCC CAT - C GAT GT GCAC C GGC C C 4 67 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C CAT - C GAT GT GC AC CGGCCC 465 

C GC C AGCTTC - GAGC GAGGGT GAA- GC G-AG- T C CT - GC CTAT - C GAT GT GC AC AAGC C C 526 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C - ATTC GAT GT GCAC C GGC C C 463 

T GC CAGCT GC - GAAC CAGGGT GAAGA- G- GA- T CCT - GC CCAT - CTAT GT GCAC C GGCC C 376 

CAGCT C C - GAGC GAGGGT GAA- GC G - AG- T CT T - GC C CAT - T GAT GT GC ACAAGCC C 454 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- TCCT-GCC CAT - C GAT GT GCAC C GGCC C 312 

T GC CAGCT GC-TAGC CAGGGT GAA-A-GAGGAT CCT -GCC 309 

T GC CAGCT GC - GAGC CAGGGT GAAGA- G- GA- T C CT - GC C CAT - C GAT GT GC 234 

C GC C AGCT GC - GAGC CAGGGT GAA- GC G - GA- T C CT - GGC CAT - C GAC GT GCAC C AGCC C 197 

CG-CATCCGG- GAG- C- GGGT AAAGAC--GG-TGCT-GCCGGT-GGATGTTCATCAGCCC 217 

C 293 

CCAGCCC 27 9 

CGC CAGCT GCAGAG 283 
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BP197915 
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•c- 


•T- 


ccc- 


•CTGCC- 


-TG- 


CT- 


GAC- 


CC 


471 


BX926574 


502 


CAGCCCCT- 


G- 


GG- 


-CAC- 


■CGG- 


• GA- 


G- 


CTTGG- 


c- 


G- 


ccc- 


CTGCC- 


-TG- 


CC- 


GAT- 


GC 


545 


BX674168 


472 


CAGCCCCT- 


G- 


GG- 


-CAC- 


•CGG- 


GA- 


G- 


CTTGG- 


c- 


•G- 


ccc- 


•CTGCC- 


-TG- 


CC- 


GAT- 


GC 


515 


BG394800 


381 


CAGCCCCT- 


G- 


•GG- 


-TGC- 


•TGG- 


•GA- 


■G- 


CCCAG- 


c- 


■T- 


ccc- 


■CTGCC- 


-TG- 


CT- 


GAC- 


•GC 


424 


AV703457 


34 


CAGCCCCT- 


G- 


GG- 


-TGC- 


-TGG- 


GA- 


G- 


CCCAG- 


c- 


■T- 


ccc- 


•CTGCC- 


-TG- 


CT- 


GAC- 


GC 


77 


BX667933 


596 


CAGCCCCT- 


G- 


GG- 


■CAC- 


•CGG- 


•GA- 


G- 


CTTGG- 


c- 


G- 


ccc- 


CTGCC- 


-TG- 


cc- 


GAT- 


GC 


639 


DB489677 


317 


CAGCCCCT- 


G- 


GG- 


-TGC- 


•TGG- 


•GA- 


•G- 


CCCAG- 


c- 


■T- 


ccc- 


•CTGCC- 


-TG- 


CT- 


GAC- 


GC 


360 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



6/8/0' 



AV705715 
BX280348 
EE973211 
BX667169 
EE973212 
CK775040 
DY137128 
CX060692 
BE251193 
AI880325 
BM031252 
BF076440 
BI976230 
BE808641 
BE754888 
BF775575 
BY721079 
BE808590 
DY080412 
BE106746 
DY188095 
DV902079 
DT397123 
CX260010 
E6819500 
DA184445 



612 
446 
472 
217 
492 
453 
488 
493 
355 
369 
468 
485 
483 
484 
468 
466 
527 
464 
377 
453 
313 
198 
218 
537 
294 
278 



CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAGCCCCT- 
CAG 
CA 

CAGCCCCT- 
-AGCCCCT- 
CAGCCCCT- 



G- 


.0 


•TGC- 


-TGG- 


-A- 


.0- 


•CCCAG-T- 


-T- 


TCC- 


-TGGC- 


— TG- 


•CT- 


•GAC- 


GC 




















TGCC- 


-TG- 


CT- 


GAC- 


GC 


G- 


-00- 


•TGC- 


•TGG- 


-A- 


•G- 


■GCCTGGC 


-A- 


ccc- 


•CTGCC- 


-TG- 


CC- 


GAC- 


GC 


G- 


•GG- 


•CAC- 


-CGG- 


GA- 


G- 


•CTTGG-C- 


-G- 


•CCC- 


•CTGCC- 


-TG- 


•CC- 


GAT- 


GC 


G- 


•GG- 


-TGC- 


•T-G- 


GAGG- 


•CCTGG-C- 


-A- 


•ccc- 


CTGCC- 


-TG- 


CC- 


GAC- 


GC 


G- 


•GG- 


•TGC- 


•T-G- 


GAGG- 


•CCTGG-C- 


-A- 


ccc- 


CTGCC- 


-TG- 


CC- 


GAC- 


GT 


G- 


GG- 


TGC- 


TGG- 


— A- 


G- 


GCCTGGC- 


-A- 


•ccc- 


CTGCC- 


-TG- 


CC- 


GAC- 


GC 


G- 


GG- 


•CAC- 


CGG- 


GA- 


G- 


•CTTGG-C- 

Xp^ X X WW x> 


-G- 


CCC- 


CTGCC- 


-TG- 


CC- 


GAT- 


GC 


G- 


GG- 


•TGC- 


TGG- 




•G- 


CCCAG-C- 


-T- 


CCC- 


CTGCC- 


-TG- 


CT- 


GAC- 


GC 


G- 


GG- 


TGC- 


TGG- 


GA- 


•GCCCCAG-CTT- 


CCC- 


CTGCC- 


_T — 


CT- 


GAC- 


GC 


G- 


GG- 


TGC- 


■TGG- 


NA- 


G- 


GCCTGGC - 


-A- 


ccc- 


CTGCC- 


-TG- 


CC- 


GAC- 


GC 


G- 


GG- 


TGC- 


•TGG- 


-A- 


G- 


GCCTGGC- 


-A- 


ccc- 


CTGCC- 


-TG- 


CC- 


GAC- 


GC 


G- 


GG- 


•TGC- 


•TGG- 


-A- 


G- 


GCCTGGC- 


-A- 


CCC- 


CTGCC- 


— TG- 


CC- 




GC 


G- 


GGGTGC- 


TGG- 


-A- 


G- 


GCCTGGC- 


-A- 


ccc- 


CTGCC- 


-TG- 


CC- 


GAC- 


GC 


G- 


GG- 


TGC- 


•TGG- 


-A- 


G- 


GCCTGGC- 


-A- 


ccc- 


CTGCC- 


-TG- 


c 






G- 


GG 


























G- 


GG- 


•AAC- 


•TCC- 


CA- 


G- 


TCTGG-— 


-T- 


CCCTCTGCC- 


-TG- 


CC- 


GAC- 


GC 



G-GG-AGCTTCG- 
G-GG-TGC-TGG- 
G-GG-CAC-CGG- 
AATCCCCTAG-GG--G AG- 



CAGCCCCT-G-GG-TGC-TGG- 
CAGCCCCT-GTGG--GC-TGA- 



G — G-CCTGG-C-A-CCC-CTGCC — TG-CT-GAC-GC 
-A-G-GCCTGGC-A-CCC-CTGCC — TG-CC-GAC-GC 
GA-G-CTTGG-C-G-CCC-CTGGC- 
GA- G-ATAAG- CAG-CGG- CT-CC-- 

CCCAG-C-TCCCCACTGCCGGCG-CC-GACTG- 
GA-G-C 
GA-G-CCCA 



-TGGC — GAT-GC 
-G — TGGAT-GC 



651 
434 
515 
260 
449 
410 
531 
536 
398 
330 
512 
528 
526 
528 
505 
476 
570 
466 
378 
410 
355 
241 
258 
510 
314 
255 



Query 


COT 

537 


C- 


CTGG- 


-TCT- 


CTGCCTTCTGCTTGG- 


-AGGC- 


• T GT GAGC C CAGAT CT T GC C • 


-AGCT 


-TT- 


coo 


BI457762 


366 


C- 


CTGG- 


*TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


m s~+ m t\ s** f** f\ i\ m r*i m rn 

■ T GT GAGC C CAGAT CT T GC C - 


-AGCT 


-TT- 


417 


BI913953 


309 


c- 


CTGG- 


-TCT- 


CTGCCTTCTGCTTGG- 


-AGGC- 


■ T GT GAGCC CAGAT CT T GC C • 


-AGCT 


-TT- 


n s~ r\ 

360 


AV703309 


533 


c- 


CTGG- 


-TCT- 


•CTGCCTTCTGCTNGG- 


-AGGC- 


m m t\ ^ s~+ t\ t\ m m m /"i 

- T GT GAGC C CAGAT CT T GC C - 


-AGCT 


-TT- 


584 


AV701492 


4ol 


c- 


•CTGG- 


-TCT- 


C X GCC I 1 C 1 GO I I GG- 


-AGGC- 


m /~* m T\ /"* 7\ /"* T\ rn m m /~< f~* 

■ 1 bl bAbCCLAGAI C 1 1 GCC' 


-AGCT 


-TT- 


CIO 


EL733651 


COT 

531 


c- 


•CTGG- 


•TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


- T GT GAGC C CAGAT CTT GC C 


-AGCT 


-TT- 


582 


EB523840 


o o o 

38 8 


c- 


CTGG- 


-TCT- 


CTGCCTTCTGCTTGG- 


-AGGC- 


- T GT GAGC C CAGAT CT T GC C - 


-AGCT 


-TC- 


O O "~l 

337 


BM710229 


48 0 


c- 


•CTGG- 


-TCT- 


m /™* rn rn /^i m /"^ m m 

CTGCCTTCTGCTTGG- 


-AGGC- 


- T GT GAGC C CAGAT CTTGC C • 


-AGCT 


-TT- 


531 


BI819400 


7 57 


c- 


CTGGGTCT- 


CTGCCTTCTGCTTGG- 


-AGGC- 


• T GT GAGC C CAGAT CT GGC C - 


-AG-T 


-TT- 


o r\ a 

808 


BP197959 


551 


c- 


CTGG- 


•TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


-TGTGA 






582 


BP197915 


553 


c- 


CTGG- 


-TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


•TG 






581 


AW9Dloo4 


H 1 £. 


c- 


CTGG- 


•TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


- T GGGAGC C C AGAACT T GC C - 


-AGCT- 


-TT- 




BX926574 


546 


c- 


CTGG- 


-TCT- 


CTGCCTTCTGCCTGG- 


-AGGC- 


• T GT GAGT CCAGACCT GGCC- 


-AGCT 


-TC- 


597 


BX674168 


516 


c- 


CTGG- 


TCT- 


•CTGCCTTCTGCCTGG- 


-AGGC- 


-TGTGAGTCCAGACCTGGCC- 


-AGCT- 


-TC- 


567 


BG394800 


425 


c- 


CTGG- 


•TCT- 


CTGCCTTCTGCTTGG- 


-AGGC- 


-TGTGAGCCCAGATCTTGCC- 


-AGCT- 


-TT- 


476 


AV703457 


78 


c- 


•CTGG- 


•TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


•TGTGAGCCCAGATCTTGCC- 


-AGCT 


-TT- 


129 


BX667933 


640 


c- 


•CTGG- 


-TCT- 


•CTGCCTTCTGCCTGG- 


-AGGC- 


- T GT GAGT CCAGACCT GGCC- 


-AGCT- 


-TC- 


691 


DB489677 


361 


c- 


•CTGG- 


•TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


- T GT GAGC C CAGAT CT T GC C - 


-AGCT 


-TT- 


412 


AV705715 


652 


c- 


-TGG- 


— CT- 


•CTGGCTT-TGCT 










668 


BX280348 


433 


c- 


•CTGG- 


TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


- T GT GAGC C CAGAT CT T GCC - 


-AGCT- 


-TT- 


382 


EE973211 


516 


c- 


•CTGG- 


TCT- 


CTGCCTTCTGCCTGG- 


-AGGC- 


- T GT GAGT C CAGAC CT GGC C - 


-AGCT- 


-TC- 


567 


BX667169 


261 


c- 


CTGG- 


■TCT- 


•CTGCCTTCTGCCTGG- 


-AGGC- 


- TGT GAGT CCAGACCT GGC C- 


-AGCT- 


-TC- 


312 


EE973212 


448 


c- 


CTGG- 


TCT- 


•CTGCCTTCTGCCTGG- 


-AGGC- 


- T GT GAGT C CAGAC CT GGC C - 


-AGCT 


-TC- 


397 


AV725746 


1 












CCCAGATCTTGCC- 


-AGCT 


-TT- 


19 


CK775040 


409 


T- 


TTGG- 


-TTT- 


TTGCCTTTTGCCTGG- 


-AGGC- 


- T GT GAGT C CAGAC CT GGC C - 


-AGCT 


-TC- 


358 


DY137128 


532 


c- 


•CTGG- 


-TCT- 


•CTGCCTTCTGCCTGG- 


-AGGC- 


- T GT GAGT C CAGAC CT GGC C - 


-AGC 




580 


CX060692 


537 


c- 


CTGG- 


•TCT- 


•CTGCCTTCTGCCTGG- 


-AGGC- 


- T GT GAGT C C AGAC CT GGC C - 


-AGCT 


-T 


587 


BE251193 


399 


c- 


CTGG- 


TCT- 


CTGCCTTCTGCTTG 










420 


AI880325 


329 


CNC-GG- 


•TCT- 


•CTGCCTTCTGCTTGG- 


-AGGC- 


- T GT GAGC C CAGAT CT T GC C - 


-AGCT- 


-TT- 


278 


BM031252 


513 


T- 


•CTGG- 


•TCT- 


CTGCCTTCTGC 










531 


BF076440 


529 


T- 


•CTGG- 


TCT- 


CTGCCTTCTGC 










547 


BI976230 


527 


T- 


CTGG- 


-TCT- 


CTGCCTTCTGCCTGG- 


-A 








550 


BE808641 


529 


T- 


•CTGG- 


TCT- 


CTGC.CTTCTGC 










547 


BY721079 


571 


C- 


•TTGG- 


•TCT- 


CTGCCTTCTGCCTGG- 


-AGGC- 


- T GT GAGC C C AGAT CTT ACT - 


-AGCT- 


-TC- 


622 


BE106746 


409 


C- 


•TTGG- 


•TCT- 


CTGCCTTCTGCCTGG- 


-AGGC- 


-TGTGAGCCCGGATC-TCCCAAGCT 


-TC- 


358 


DY188095 


356 


c- 


•CTGG 














360 


DV902079 


242 


c- 


•CTGG- 


TCT- 


•CTGCCTTCTG 










259 


DT397123 


259 


G-TTGG- 


TAT- 


CTACCTTCTGCTTGG- 


-AGGCCTGC-AGCCCAAA-CTTGG-- 


-AGATGTTT 


310 


DT397124 


608 




TGG- 


•TAT- 


CTACCTTCTGCTTGG- 


-AGGCCTGC-AGCCCAAA-CTTGG-- 


-AGATGTTT 


559 


CX260010 


509 


c- 


•CTGG- 


-TGTCCTG-CTTCTGCCTGGAAAGC- 


-GTCAGTCCTGACCTGGCC- 


— TCC- 


-TT- 


459 



Query 589 CA-GCGGGCCC-T- 

BI457762 418 CA-GCGGGCCC-T- 

BI913953 361 CA-GCGGGCCC-T- 

AV703309 585 CA-GCGGGCCC-T- 

AV701492 513 CA-GCGGGCCC-T- 

EL733651 583 CA-GCGGGCCC-T- 

EB523840 336 CA-GCGGGCCC-T- 

BM710229 532 CA-GCGGGCCCCT- 

BI819400 809 CA-GCGGGGCC-T- 

AW951884 524 CA-GCGGGCCCCT- 

BX926574 598 CA-GCGGGCCC-T- 

BX674168 568 CA-GCGGGCCC-T- 



GG-ACCACATC-ACCAC-G- 
GG-ACCACATC-ACCAC-G- 
GG-ACCACATC-ACCAC-G- 
GG-ACCACATC-ACCAC-G- 
GG-ACCACATC-ACCAC-G- 
GG-ACCACATC-ACCAC-G- 
GG-ACCACATC-ACCAC-G- 
GG-ACCACATC-ACCAC-G- 
GG-ACCAAATCTAC-AC-G- 
GG-ACCACTTC-ACCCCCG- 
GG-ACCACATC-ACCAC-A- 
GG-ACCACATC-ACCAC-A- 



CT - GCT - GAGGC CT GGGGGGC A- CCT 638 

CT - GCT - GAGGCCT GGGGGGCA- CCT 467 

CT-GCT-GAGGCCTGGGGGGCA-CCT 410 

CTTG-T-GAGGCCTTGGGGGCA-CCT 634 

CT - GCT - GAGGC CT GGGGGGCA- CCT 562 

CT-GCT- GAGGCCT GGNGGGCA- CCT 632 

CT-GCT-GAGGCCTGGAGGGCA-CCT 2 87 

CT - GCT - GAGGC CT GGGGGGCA- CCT 582 

CT- GCT T GAGGC -TGGGGGG 853 

CTTG-T- GAGGC CTGGGGGGCAACCT 57 6 

CT- GCT- GAGGTCTGGAGGGCA- CCT 647 

CT- GCT- GAGGTCTGGAGGGCA- CCT 617 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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BG394800 


477 


CA- 


GCGGGCCC- 


■T- 


• GG-ACCACATC- 


-ACCAC- 


-G- 


•CT- 


-GCT- 


-GAGGCCTGGGGGGCA- 


-CCT 


526 


AV703457 


130 


CA- 


•GCGGGCCC- 


-T- 


•GG-ACCACATC- 


-ACCAC- 


-G- 


•CT- 


•GCT- 


• GAGGCCTGGGGGGCA- 


-CCT 


179 


BX667933 


692 


CA- 


GCGGGCCC- 


•T- 


-GG-ACCACATC- 


-ACCAC- 


-A- 


•CT- 


•GCT- 


• GAGGTCTGGAGGGCA- 


•CCT 


741 


DB489677 


413 


CA- 


GCGGGCCC- 


■T- 


GG-ACCACATC- 


- ACCAC - 


-G- 


CT- 


•GCT- 


• GAGGC C T GGGGGGC A- 


CC 


461 


BX280348 


381 


CA- 


GCGGGCCC- 


•T- 


GG-ACCACATC- 


-ACCAC- 


-G- 


CT- 


•GCT- 


• GAGGC C T GGGGGGC A- 


•CCT 


332 


EE973211 


568 


CA- 


GCGGGCCC- 


•T- 


•GG-ACCACATC- 


-ACCAC- 


-A- 


•CT- 


•G 






597 


BX667169 


313 


CA- 


GCGGGCCC- 


•T- 


•GG-ACCACATC- 


-ACCAC- 


-A- 


•CT- 


•GCT- 


- GAGGTCTGGAGGGCA- 


•CCT 


362 


EE973212 


396 


CA- 


•GCGGGCCC- 


•T- 


GG-ACCACATC- 


-ACCAC- 


-A- 


CT- 


•GCT- 


-GAGGCCTGGGGGGCA- 


CCT 


347 


AV725746 


20 


CA- 


GCGGGCCC- 


-T- 


GG-ACCACATC- 


-ACCAC- 


-G- 


CT- 


•GCT- 


■ GAGGC CT GGGGGGC A- 


•CCT 


69 


CK775040 


357 


CA- 


GCGGGCCC- 


•T- 


GG-ACCACATC- 


-ACCAC- 


-A- 


CT- 


GTT- 


• GAGGC CT GGGGGGC A- 


•CCT 


308 


AI880325 


277 


CA- 


GCGGGCCC- 


T- 


GG-ACCACATC- 


-ACCAC - 


-G- 


CT- 


G-T- 


■ GAGGC CT GGGGGGCA- 


CCT 


229 


BM664183 


339 


















GAGGCCTGGGGGGCA- 


•CCT 


322 


BY721079 


623 


CA- 


GCGG-CCT- 


•T- 


T GC AT C AC AT C * 


-ACCAC - 


-A- 


CT- 


•GCT- 


GAGGC C C GGGGNT C A- 


•TCT 


672 


N63192 


308 




















CT 


307 


BE106746 


357 


CG- 


GCAGGCTT- 


•T- 


GT - AT CAT AT C - 


-ACGAC- 


-G- 


CT- 


GCT- 


GAGGCCCGGGGGTCA- 


•TCT 


308 


BM658761 


361 




GGGCCC- 


•T- 


GG- ACCAC AT C- 


- ACCAC - 


-A- 


CT- 


•GCT- 


• GAGGTCT GGAGGGCA- 


CCT 


316 


BE752632 


1 


















A- 


CCT 


4 


BE752631 


1 


















A- 


CCT 


4 


BE110952 


339 








ATC- 


-ACGAC- 


-G- 


TT- 


GTT- 


GAGGCCCGGGGGTCA- 


TCT 


308 


DT397123 


311 


CA- 


TAGGGCCC- 


TTGGTA — ACATC- 


-ACCAA- 


-A- 


CT- 


GTT- 


GAAGCCCGGGGGCCA- 


CTT 


360 


DT397124 


558 


CA- 


TAGGGCCC- 


T T GGT A- - AC AT C - 


-ACCAA- 


-A- 


CT- 


GTT- 


GAAGCCCGGGGGCCA- 


CTT 


509 


CX260010 


458 


CACCCGGGCCC- 


T- 


GG-GCCACATC- 


-A-GGG- 


-GCCT- 


TCT- 


CCGGCCCGGGGGCCA- 


CCT 


408 



Query 639 C-C-TCC-TCATC-GGG-GCCC-T-GGAGGAGTCGTGGTACCTGGCTGGGGAGGCCAGGC 691 

BI457762 468 C-C-TCC-T CAT C-GGG-GCCC-T- GGAGGAGT C GT GGT AC C T GGCT G GGGAGG C C AGGC 520 

BI913953 411 C-C-TCC-TCATC-GGG-GCCC-T- GGAGGAGT CGT GGT ACCT GGCT GGGGAGGCC AGGC 4 63 

AV703309 635 N-C-TNC-TCATC-GGG-GCCCNT-G-AGGAGTCGT GGT ACCT GGCTGGGAAGGCAAG-C 68 6 

AV701492 563 N-C-TNC-TCATC-GGG-GCCC-T-GGAGGAGTCGT GGT ACCT GGCT GGNGAGGCCAGGC 615 

EL733651 633 C 633 

EB523840 286 C-C-TCC-TCATC-GGG-GCCC-T-GGAGGAGTCATGGTACCTGGCTGGGGAGGCCAGGC 234 

BM710229 583 C-C-TCC-TCATC-G 593 

AW951884 577 T-C-TCT-T-ATTTGGG-GCCC-TTGGAGGAATCCTGGTACC 612 

BX926574 648 G-C-TCC-T CAT C-GGG-GCCT-T- GGAGGAGT CGTGGTACCT GGCT GGGGAGGCCAGGC 700 

BX674168 618 G-C-TCC-T CAT C - GGG - GC C T - T - GGAGGAGT C GT GGT AC C T GGCT GGGGAGGC C AGGC 670 

BG394800 527 C-C-TCC-TCATC-GGG-GCCC-T-GGAGGAGTCGTGGTACCTGGCTGGGGAGGCCAGGC 579 

AV703457 18 0 C-C-TCC-T CAT C-GGG-GCCC-T -GGAGGAGT CGT GGTACCTGGCT GGGGAGGCCAGGC 232 

BX667933 742 G-C-TCC-TCATC- GGG- GCCT-T-GGAGGAGTCGTGGT ACCT 777 

BX280348 331 C-C-TCC-T CATC- GGG- GCCC-T- GGAGGAGT CGT GGT ACCTGGCTGGGGAGGCCAGGC 27 9 

BX667169 363 G-C-TCC-TCATC- GGG- GCCT-T-GGAGGAGTCGTGGT ACCTGGCTGGGGAGGCCAGGC 415 

EE973212 346 C -C-TCC-T CAT C-GGG-GCCC-T- GGAGGAGT C AT GGTACCT GGCT GGGGAGGCCAGGC 2 94 

AV725746 70 C-C-TCC-T CAT C - GGG- GC C C - T - GGAGGAGT C GT GGT AC CT GGC T GGGGAGGC C AGGC 122 

CK775040 307 C-C-TCT-T CAT C - GGG- GC C C - T - GGAGGAGT CAT GGT AC CT GGT T GGGGAGGC C AGGC 255 

AI880325 228 C-CNCCC-TCATC-GGG-GCCC-T-GGAGGAGTCGTGGTACCTGGCTGGGGAGGCCAGGC 175 

BM664183 321 C-C-TCC-TCATC-GGG-GCCC-T- GGAGGAGT CGT GGTACCT GGCT GGGGAGGCCAGGC 269 

BY721079 673 CNC-TC — TCAT 681 

N63192 306 C-C-TCCTTCATC-GGGAGCCN-T-GGAGGAGTCGTGGTACNTGGCTGGGGAGGCCAGGC 252 

BEX0674 6 307 C-C-TTC-T CATC- GGG- GCCC-T-GGAGGAGTCGTGGTACCTTGCT GGGGAGGCCAGGC 255 

BM658761 315 G-C-TCC-TCATC- GGG- GCCT-T-GGAGGAGTCGTGGTACCTGGCTGGGGAGGCCAGGC 2 63 

BE752632 5 C-C-TCC-TCATC-GGA-GCCC-T-GGAGGAGTCATGGTACCTGGCTGGGGAGGCCAGGC 57 

BE752631 5 C-C-TCC-TCATG-GGG-GGCC-T-GGAGGAGTCATGGTACCTGGCTGGGGAGGCCATGC 57 

BE110952 307 C-C-TTT-TCATC- GGG- GCCC-T-GGAGGAGTCGTGGTACCTTGCTGGGGAGGCCAGGC 255 

DT397123 361 G- C - T CT -T C ATT - GGT - GC CT - T - GGAGGAGT CGT ATT AT T T GGC C GGAGAGGC CAAGC 413 

DT397124 508 G-C-TCT-T C ATT - GGT - GC CT - T - GGAGGAGT CGT AT TAT T T GGC C GGAGAGGC CAAGC 456 

CX260010 407 G-C-TCC-TCATC-GGG-GCCC-T-GG 388 

Query 692 - T GA- C GGT GGT GC C AGT GT - C - TGAGGAGGAG- GT GAGGGAG- GC C C - T GGT GC - GT A- 742 

BI457762 521 - T GA- C GGT GGT GC C AGT GT - C - T GAGGAGGAG- GT GAGGGAG- GC C C - T GGT GC - GT A- 571 

BI913953 464 -TGA-CGGTGGTGCCAGTGT-C -TGAGGAGGAG- GT GAGGGAG- GCCC-TGGTGC-GTA- 514 

AV703309 687 - T GA- C GGT GGT GC- ANT GG-C -TGAGGAGGAG — T-AGG-AG-GCCT-TG-TGC-GTA- 732 

AV7014 92 616 - T GA- C GGT GGT GC C AGT GT - C - T GAGGAGGAG- GT GAGGGAG- GC C C - T GG 660 

EB523840 233 -TGA-TGGTGGTGCCAGTGT-C -TGAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GTA- 183 

BX926574 7 01 -TGG-CAGTGGTGCCTGTGT-G- TGAGGAGGAG- GTGAGGGAG- GCTC-TGGCAC-GTA- 751 

BX674168 671 - T GG- CAAT GGT GCCTGTGT-G- TGAGGAGGAG- GTGAGGGAG- GCTC-TGGCAC-GTA- 721 

BG394800 580 - T GA- C GGT GGT GCC-GTGT-C -TGAGGAGGAG 607 

AV703457 233 -TGA-CGGTGGTGCCAGTGT-C-TGAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GTA- 283 

BX280348 27 8 -TGA-CGGTGGTGCCAGTGT-C -TGAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GTA- 228 

BX667169 416 -TGG-CAGTGGTGCCTGTGT-G- TGAGGAGGAG- GTGAGGGAG- GCTC-TGGCAC-GTA- 466 

EE973212 293 - T GG- CGGT GGT GCCCGTG--CGC GAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GGA- 243 

AV725746 123 -TGA-CGGTGGTGCCAGTGT-C- TGAGGAGGAG- GTGAGGGAG- GCCC-T GGT GC-GTG- 17 3 

CK775040 254 -TGG-CGGTGGTGCCCGTG — CGCGAGGAGGAG-GTGAGGGAG- GCCC-TGGTGC-GGA- 204 

AI880325 17 4 - T GA- C GGT GGT GC C AGT GT - C - T GAGGAGGAG- GT GAGGGAG- GC C C - T GGT GC - GT A- 124 

BM664183 268 -TGA-CGGTGGTGCCAGTGT-C- TGAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GTA- 218 

N63192 251 T TGA-CGGTGGTGCCAGTGT-C- TGAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GTA- 2 00 

BE 106746 254 -T-ATCTGT GGTT C C AGT GT - C - AGAGGAGGAG- GT GAGGGAG- GC C C - T GGT - CT GT A- 204 

BM658761 2 62 -TGG-CAGTGGTGCCTGTGT-G-TGAGGAGGAG- GTGAGGGAG- GCTC-TGGCAC-GTA- 212 

BE752632 58 -TGG-CGGTGGTGCCCGTGCGC — GAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GGA- 108 

BE752631 58 -TGG-CGGTGGTGCCCGTGCGC- -GAGGAGGAG- GTGAGGGAG- GCCC-TGGTGC-GGA- 108 

BE110952 2 54 -T-ATCTGT GGTT CCAGTGT- C- AGAGGAGGAG- GTGAGGGA — GCCCTTGGT-CTGTA- 2 04 

BF408734 2 50 GTGGTT CCAGTGT- C- AGAGGAGGAG- GTGAGGGAG- CCCC-TGGT-CTGT A- 205 

DT397123 414 -TGA-ATGTAGTTCCCGTCA-C-AGAGGAG-ATCGT-ACGAAACGCGC-TG-TCC-G-AC 463 
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DT397124 455 -TGA-ATGTAGTTCCCGTCA-C-AGAGGAG-ATCGT-ACGAAACGCGC-TG-TCC-G-AC 406 

Query 7 43 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 7 95 

BI457762 572 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 624 

BI913953 515 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 567 

AV703309 733 ATG — CTACAAG- TCCCG- ACACTCC - G- ACTTTT — T-ATGCCTGCA-AC-CTT-AA — 778 

EB523840 182 GTG-GCTACGAGGTCCGGGAC-CTCC-GCACCTAC-ATCATGCCTGCCCAC-CTT-CAG- 130 

BX926574 752 GCG-GCTACGAGGTGCGGGAC-TTGC-GCACCTAT-GTCATGCCGGGCCAN-CTTNC-G- 804 

BX674168 722 GCG-GCTACGAGGTGCGGGAA-CTGC-GCACCTAT-GTCATGCCGGCCCAG-CTT-CGG- 774 

AV703457 2 84 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 336 

BX280348 227 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 175 

BX667169 4 67 GC G- GCT AC GAGGT GC GGGAC - T T GC - GC AC CT AT - GT CAT GC C GGC C C AC - C T T - C GG - 519 

EE973212 242 GCG-GCTACGAGGTGCGGGAT-CTGC-GCACCTAC-ACCATGCCTGCCCAC-CTT-CAG- 190 

AV725746 174 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 226 

CK775040 2 03 GCG-GTTACGAGGTGCGGGAT-TTGG-GCACCTAC-CCCATGCCTGCCCCC-CTT-CAG- 151 

AI880325 123 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 71 

BM664183 217 GTG-GCTACAAGGTCCGGGAC-CTCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 165 

N63192 199 GTG-GCTACAA GG TCC-GCACCTAT-ATCATGCCTGCCCAC-CTT-CAG- 156 

BE106746 203 GTG-GTTAT GAGGT CCGAGAC-CTTC-GCACCTAC -AT CATGCCTGCCCAC-CTC-C-GC 151 

BM658761 211 GCG- GCTACGAGGTGCGGGAC-TTGC- GCACCTAT- GTCATGCCGGCCCAC- CTT- CGG- 159 

BE752632 109 GCA- GCTAT GAGGT GCGGGAT-CTGC-GCACCTAC -AC CAT GCCTGCCCAC-CTT-CAG- 161 

BE752631 109 GCA- GCTAT GAGGT GCGGGAT-CTGC-GCACCT AC -ACCATGCCTGCCCAC-CTT-CAG- 161 

DR980845 10 CCAC-C-T-CAG- 18 

BE110952 203 GTG- GTT AT GAGGT C C GAGAC - CT T C - GC AC CT AC - AT CAT GC CT GC C C AC - CT C - C - GC 151 

DB559237 1 TGCCC-C-CTTCCA — 12 

BF408734 204 GT G- GTT AT GAGGT C C GAGAC - CT T C - GC AC AT AC - AT CAT GCTT GC C C AC - CT C - C - GC 152 

DT397123 464 GC CAGCT ACAAGAT CAAGGAG- T T T AAG - AC CT AC - AT CAT GC C C - C C C AC ACT A- AAG- 517 

DT397124 405 GCCAGCT AC AAGAT CAAGGAG- T TT AAG - AC CT AC - AT CAT GCC C - CC C ACACT A- AAG- 352 

CN000669 149 C-CTT-CAG- 143 

CJ705520 211 C AAGGTC C GGGAC - CT C A- GC AC C - AT CAT CAT G 241 

CJ600022 423 CAAGGTCC GGGAC -CTCA-GCACC- AT CAT CAT G 393 

Query 796 A- CAGGCGTAGATG-ATGT-CAA-GGGCG-TCTT-CTTCGCCTGGGCTCAGAA G — G 844 

BI457762 625 A- CAGGCGTAGAT G-AT GT- CAA- GGGC G-TCTT- CTT CGCCTGGGCT CAGAA G — G 673 

BI913953 568 A- CAGGCGTAGATG- AT GT- CAA- GGGC G-TCTT -CTT CGCCTGGGCT CAGAA G — G 616 

AV703309 779 A- C AG- C GT A- AT G- AT G — CAA 795 

EB523840 12 9 A-CAGGTGTAGATG-ACGT-CAA-GGGCA-TCTT-CTTCGCCTGGGCTCAGAA G — G 81 

BX926574 8 05 A-CAGGCGTTGACG-ATGTNCA — GGGCA-TCTTTCTT-GCCTGGG 8 44 

BX674168 775 A- C AG- C GT T GAC A- AT GT - C A — GGGA — TCT — CT TT GC C GGGGC - C AGAA G 817 

AV703457 337 A-CAGGCGTAGATG-ATGT-CAA-GGGCG-TCTT-CTTCGCCTGGGCTCAGAA G — G 385 

BX280348 174 A-CAGGCGTAGATG-ATGT-CAA-GGGCG-TCTT-CTTCGCCTGGGCTCAGAA G — G 12 6 

BX667169 52 0 A-CAGGCGTGGACG-ATGT-CAA- GGGCA-TCTT-CTTTGCCTGGGCCCAGAA GAAG 570 

EE973212 18 9 A- C AGGT GTAGAC G- AT GT - CAA- GGGCA- TCTT-CTT CACC C GGGC C C AGAA GAAG 139 

AV725746 227 A- C AGGC GT AGAT G- AT GT - CAA- GGGC G-TCTT-CTTC GC CTGGGCT C AGAA G — G 275 

CK775040 150 A-CAGGTGTAGACG-ATGT-CAA- GGGCT-TTTT-TTTCACCCGGGCCCAAAAAAAG — G 99 

AI880325 7 0 A-CAGGCGTAGATG-ATGT-CAA-GGGCG-TCTT-CTTCGCCTGGGCTCAGAA G — G 22 

BM664183 164 A-CAGGCGTAGATG-ATGT-CAA-GGGCG-TCTT-CTTCGCCTGGGCTCAGAA G — G 116 

N63192 155 A- CAGGCGT AGAT G- AT GT- CAA- GGGC G-TCTT-CTTCGC CTGGGCT CAGAA G — G 107 

BE106746 150 A-CGGGTGTGGATG-ACGT-CAA-GGGTA-TCTT-CTTTGCCTGGGCCCAGAA G 103 

BM658761 158 A-CAGGCGTGGACG-ATGT-CAA- GGGCA-TCTT-CTTTGCCTGGGCCCAGAA GAAG 108 

BE752632 162 A- CAGGT GTAGAC G-AT GT - CAA- GGGCA- T CTT-CTTCACCT GGGC C CAGAA GAAG 212 

BE752631 162 A- CAGGT GTAGAC G-AT GT - CAA- GGGCA- TCTT-CTTCACCTGGGCCCAGAA GAAG 212 

DR980845 19 A- CAGGCGT AGATG- AT GT-CAA-GGGCG-TCTT-CTTCGCCTGGGCTCAGAA G — G 67 

BE110952 150 A- C GGGT GT GGAT G-ACGT - CAA- GGGTA- T CTT-CTTT GCTT GGGC C CAGAA G 103 

DB559237 13 ACCA-GCCTTGATGAAT-T-TAA-GGGCGTTTTT-TTTC-CCTGGGGTCAAAA G — G 61 

BF408734 151 A-CGGGTGTGGATG-ACGT-CAA-GGGTA-TCTT-CTTTGCCTGGGCCCAGAA G 104 

DT397123 518 GTCGGG-GTAGATG-ATGT-CAATGGG-G-TGTT-TTTTGCCTGGGCCCAGAA 564 

DT397124 351 GTCGGG-GT AGATG- ATGT-CAATGGG-G-TGTT-TTTTGCCTGGGCCCAGAA 305 

CN000669 142 A- CAGGT GTAGAC G-ACGT- CAA- GGGCA- TCTT-CTTCGCCTGGGCCCAGAA G 95 



Query 

BI457762 

BI913953 

EB523840 

AV703457 

BX280348 

BX667169 

EE973212 

AV725746 

CK775040 

AI880325 

BM664183 

N63192 

BM658761 

BE752632 

BE752631 

DR980845 

DB559237 



845 

674 

617 

80 

386 

125 

571 

138 

276 

98 

21 

115 

106 

107 

213 

213 

68 

62 



TTGGGC-TGTGAGGG-CT — G — T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
TTGGGC-TGTGAGGG- CT — G — T — AC-CTG-GTGCCCTGTGGCCCC-ACC-AC-CTGG 
TTGGGC-TGTGAGGG-CT — G — T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
T T GGAC - T GT GAGGGGC C A- GC GT — AC-CTG-GTGCCCTGTGGCCCCTACCCAC-CTGG 
TTGGGC-TGTGAGGG-CT — G — T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
TTGGGC-TGTGAGGG-CT — G — T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
GT GGGGGT GT GAGG 

GT GGGGGT GT GAGGC - C C C C G — TGCACGCAG-G-GCCAA-TGGCCCTCACCCGC-CTAG 

-T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
-TGCACGCAG-G-GCCAA-TGGCCCTCACCCGC-CTAG 



TTGGGC-TGTGAGGG-CT — G- 
TGGGGG-TGTGAGGC-CCCCG- 



TTGGGC-TGTGAGGG-CT— G— T--AC-C 

TTGGGC-TGTGAGGG-CT — G — T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
TTGGGC-TGTGAGGG-CT — G — T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
GT GGGGGT GT GAGGC - C C C AG — C — ACACCCAGTGCCG-GCATCCCTCACCCACGCCG- 
GT GGGGGT GT GAGGC - C C C C G — T GC AC GC AG- G- GC CAA- T GGC C CT C AC C C GC - CT AG 
TGGGGG-TGTGAGGC-CCCCG — T GC ACGC AG- G-GCCAA-TGGCCCT GAC CCGC-CT AG 
TTGGGC-TGTGAGGG-CT — G — T — AC-CTG-GTGCCCTGTGGCCCCCACCCAC-CTGG 
TTGGGC-TGTTAGGG-CT — T — T — AC-CTG-GTTCCCTTTGGCCCCCACCCAC-CTGG 



893 

720 

665 

28 

434 

77 

584 

86 

324 

47 

1 

67 

58 

55 

265 

264 

116 

110 



Query 



894 ATT-CCCTGTTCTTTGAAGTGGCAC- CT-AA-TAAAGA- AA-TAATACC 936 
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BI457762 
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ATT- 


•CCCTGTTCTTTGAAGTGGCAC- 


•CT 


- AAAT AAAGA- 


-AA- 


•TTATACC 
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-AA- 
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85 
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-AA- 
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CCCTGTTGTTTGAGGTGGC-C- 


TTTAA- 


-TAAAAA- 


-AA- 


•TAA 


8 


BM664183 


66 


ATT- 


CCCTGTTCTTTGAAGTGGCAC- 


CT 


-AA- 


-TAAAGA- 


-AA- 


•TAATACC 


24 


N63192 


57 


ATT- 


CCCTGTTCTTTGAAGTGGCAC- 


CT 


-AA- 


TAAAGA- 


-AA- 


■TAATACC 


15 


BM658761 


54 


AGT- 


C C C T GT TAT CT GAGGT GAC GT - 


CT- 


-AA- 


•TAAAGA- 


-AA- 


•TAA 


16 


BE752632 


266 


ACT- 


CCCTGTTGTCTGAGGTGGC-CTCT 


-AA- 


■TAAAGA- 


-AA- 


•TAA 


304 


BE752631 


265 


ACT- 


C C CTGTTGTCT GAGGT GGC-CTCT 


-AA- 


■ TAAAGA- 


-AA- 


•TAA 


303 


DR980845 
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ATT- 


CCCTGTTCTTTGAAGTGGCAC- 


CT 


-AA- 


TAAAGA- 


-AA- 


TAATACC 


159 


DB559237 
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ATT- 


CCCTGTTCTTTGAAGTGGCAC- 


CT- 


-AA- 


■TAAAGA- 


-AA- 


•TAATACC 


153 


BM874128 


498 




TTT GAAAT GGCAC - 


CT- 


-AA- 


• T AAAGAT AAGT AAT A 


467 
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